ABSTRACT The circular extrachromosomal element of Naegleria gruberi strain EGB was linearized, molecularly cloned, and fully sequenced. The sequence comprises 14,007 bp and encodes the organism's rRNA genes, two potential open reading frames, and numerous repeated sequence regions.
sequence (ARS) consensus sequences were identified in the NRS region in opposite orientation to the rDNA (9) . Two putative open reading frames (ORFs) were annotated. One, likely a pseudogene, was located downstream of the 28S rRNA gene and showed limited similarity to Naegleria-homing endonucleases (10). The second ORF was upstream of the 18S rRNA gene; translation did not result in a protein with similarity to published sequences. Accession number(s). The complete sequence has been deposited in GenBank under the accession no. MG699123. The version described in this paper represents the first version, MG699123.1.
